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983 992 1001 1010 1019 1028 

GAA AAC GCA ACT GGG CCT GAA GAA CTT GGA TTG CCC CTG CAG AGG TCC TAC AGC 



1037 1046 1055 1064 1073 1082 

GAA CAC CTG GGA TAT TTT CCT ACT GAT CTA TTT GCC TGC TCT GAA TCT TTA AGG 



1091 1100 1109 1118 1127 1136 

AAT GGC AAT GGG CTT GAA TTA AAT GCT TCG TTG TCA GAG TTC GAG AAA AAC AAA 

NGNGLELNASLSEFEKNgl 

1145 1154 1163 1172 1181 1190 

AAG ATC TCT CTT CTT CAT TCA AGC AAG GAA AAA CTA AGA AGG GAA AGA ATC AAA 

jR, ,£lFl^j^:^fe^ I K 

1199 1208 1217 1226 1235 1244 

TAT TGC TGT GAG CAG CTG CGT ACT CTC TTG CCG TAT GTA AAA GGG AGA AAG AAT 



1253 1262 1271 1280 1289 1298 

GAT GCG GCT TCA GTT CTT GAG GCA ACA GTT GAT TAT GTG AAA TAT ATC CGG GAG 



1307 1316 1325 1334 1343 1352 

AAA ATC TCT CCA GCC GTT ATG GCC CAG ATT ACA GAA GCA CTT CAG AGC AAC ATG 

KIS PAVMAQI TEALQSNTM 

1361 1370 1379 1388 1397 1406 

AGG TTT TGT AAG AAA CAA CAA ACA CCC ATT GAG CTG TCT CTC CCA GGC ACT GTC 



1415 1424 1433 1442 1451 1460 

ATG GCA CAG CGG GAA AAC AGT GTG ATG AGC ACT TAC TCC CCT GAG AGA GGG CTC 



1469 1478 1487 1496 1505 1514 

CAA TTC CTG ACT AAT ACG TGC TGG AAT GGG TGC TCC ACT CCT GAT GCA GAG AGC 

QFLTNTCWNGCST PDAES 

1523 1532 1541 1550 1559 1568 

TCC TTG GAT GAA GCT GTG AGA GTT CCA TCA AGC TCC GCC TCA GAG AAT GCT ATT 



1577 1586 1595 1604 1613 1622 

GGT GAT CCA TAT AAA ACT CAC ATT TCC AGT GCA GCG CTG TCT CTG AAT TCC TTG 

GDPYKTHISSAALSLNSL 

1631 1640 1649 1658 1667 1676 

CAT ACT GTC AGA TAT TAT TCT AAA GTC ACC CCT TCC TAC GAT GCA ACT GCT GTA 



HTVRYYS KVTPSYDATAV 
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1685 1694 1703 1712 1721 1730 
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CTG GCC ACA CAC TGT CAC TCA TCT TCA TAC ACA CTT GGA TCC CCG CCA GCC AGA 

2063 2072 2081 2090 2099 2108 

GAG CTA CAA GAA CAA ATG GCC TCA GTG ACC TAC ACT CTC TTT TCT CAA AAA ATA 



2117 2126 
TTC CAC AAT TTA TGA AAA AAA A 3' 



Homology with Max (rat) 

gnl|PID|dl003848 (D14448) Max [Rattus norvegicus] 
Length = 151 

Score = 93 (42.1 bits), Expect = 0.00037, P = 0.00037 
Identities = 17/50 (34%) , Positives = 30/50 (60%) 

22P4G9: 5 HSSKEKLRRERIKYCCEQLRTLLPYVKGRKNDAASVLEATVDYVKYIREK 54 

H++ E+ RR+ IK LR +P ++G K A +L+ +Y++Y+R K 

Max: 19 HNALERKRRDH I KD S FHSLRD S VPSLQGEKAS RAQ I LDKATE Y I Q YMRRK 68 



Homology with Mxi (zebrafish) 

Sp | P5 0 541 | MXI1_BRARE MAX INTERACTING PROTEIN 1 (MXI1 PROTEIN) 
gi | 505977 

(U1063 8) zMxil [Brachydanio rerio] 
Length = 243 

Score = 64 (29.0 bits), Expect = 3.3, P = 0.96 
Identities = 11/24 (45%) , Positives = 17/24 (70%) 



22P4G9: 5 HSSKEKLRRERIKYCCEQLRTLLP 28 

H+ EK RR ++ C E+L+TL+P 
Mxi: 81 HNELEKNRRAHLRLCLERLKTLIP 104 
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A1 whole brain 

A2 cerebellum, left 

A3 substantia nigra 

A4 heart 

A5 esophagus 

A6 colon, transverse 

A7 kidney 

A8 lung 

A9 liver 

A10 HL60, leukemia 
A1 1 fetal brain 



B1 cerebral cortex 

B2 cerebellum, right 

B3 accumbens nucleus 

B4 aorta 

B5 stomach 

B6 colon, descending 

B7 skeletal muscle 

B8 placenta 

B9 pancreas 

B10 HeLa, S3 

B11 fetal heart 



C1 frontal lobe 

C2 corpus callosum 

C3 thalamus 

C4 atrium, left 

C5 duodenum 

C6 rectum 

C7 spleen 

C8 bladder 

C9 adrenal gland 

C10 K562, leukemia 

C11 fetal kidney 



D1 parietal lobe 
D2 amygdala 
D3 pituitary gland 
D4 atrium, right 
D5 jejunum 
D6- 

D7 thymus 

D8 uterus 

D9 thyroid gland 

D10 MOLT-4, leukemia 

D11 fetal liver 



E1 occipital lobe 
E2 caudate nucleus 
E3 spinal cord 
E4 ventricle, left 
E5 ileum 
E6- 

E7 leukocytes 

E8 prostate 

E9 salivary gland 

E10 RAJI, lymphoma 

E1 1 fetal spleen 



F1 temporal lobe 
F2 hippocampus 
F3- 

F4 ventricle, right 
F5 ilocecum 
F6- 

F7 lymph node 
F8 testis 

F9 mammary gland 
F10 DAUDI, lymphoma 
F11 fetal thymus 



G1 paracentral gyrus 
G2 medulla oblongata 
G3- 

G4 interventricular septum 
G5 appendix 
G6 - 

G7 bone marrow 
G8 ovary 
G9- 

G10 SW480, colon cancer 
G11 fetal lung 



H1 pons 
H2 putamen 
H3- 

H4 apex of the heart 
H5 colon, ascending 
H6- 

H7 trachea 

H8- 

H9- 

H10 A549, lung cancer 
H11 - 
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FIG. 7 
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Panels: 
A 

1. Brain 

2. Prostate 

3. LAPC-4 AD 

4. LAPC-4 Al 

5. LAPC-9 AD 

6. HeLa 

7. Murine cDNA 

8. Neg. control 



B 

1. Brain 

2. Heart 

3. Kidney 

4. Liver 

5. Lung 

6. Pancreas 

7. Placenta 

8. Skeletal Muscle 



c 

1. Colon 

2. Ovary 

3. Leukocytes 

4. Prostate 

5. Small Intestine 

6. Spleen 

7. Testis 

8. Thymus 
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FIG. 8 



1 2 

KD 




PHELIX 



a-PHELIX pAb 



Lanes: 



1 . 293T cells transfected with pcDNA3.1 

2. 293T cells transfected with PHELIX-mycHis 



